Introduction
Diabetic retinopathy (DR), the most common single cause of newly reported cases of blindness amongst adults [1] , is a neurovascular complication of type 2 diabetes mellitus (T2DM) [2] [3] [4] . DR is characterized by injuries in neural and vascular structures [3] and is increasingly reported to be greatly influenced by inflammation [5] . The levels of cytokines, inflammatory cells, and angiogenic factors reportedly increase following DR [6] . The development and progression of DR may involve interleukin-10 (IL-10), an anti-inflammatory cytokine with potent deactivating properties. IL-10 is expressed by most cells of the adaptive and innate immune systems, including dendritic cells, leukocytes, and macrophages [7] . IL-10 gene rs1800896 polymorphism (IL-10 -1082G/A polymorphism) in the promoter region could affect the IL-10 expression [8] . The IL-10 gene polymorphism is reportedly associated with the risk of DR in different populations [9] [10] [11] [12] . However, this single nucleotide polymorphism (SNP) has not been investigated in Chinese populations. Therefore, we decided to investigate whether the IL-10-1082G/A polymorphism was associated with proliferative DR (PDR) in a Chinese Han population with T2DM.
Methods

Study population
In this hospital-based case-control design, totally 327 hospitalized T2DM patients with PDR and 461 T2DM patients without PDR were selected from the First Affiliated Hospital of Anhui Medical University between March 2014 and July 2017. T2DM was diagnosed according to the American Diabetes Association guidelines [13] , while PDR was diagnosed through direct funduscopic examination. The stage of PDR was determined according to the retinopathy severity scale of the Early Treatment Diabetic Retinopathy 
Genomic DNA extraction and genotyping
Blood samples were collected using vacutainer tubes and then transferred to ethylene-diamine-tetra-acetic acid (EDTA) tubes. DNA was extracted using a Biopur Mini Spin kit (Biometrix). The genotypes of IL-10 gene polymorphism were identified by PCR-based restriction fragment length polymorphism (RFLP) assay. The PCR program was as follows: initial denaturation at 95 • C for 5 min; 35 cycles of denaturation at 95 • C for 30 s, annealing at 58 • C for 30 s, and extension at 72 • C for 30 s; final extension at 72 • C for 10 min. To ensure the genotyping quality, two independent investigators interpreted the images of each gel, and at least 10% of the samples were randomly selected for repeated genotyping.
Statistical analysis
The Hardy-Weinberg equilibrium (HWE) of the SNP genotypes was accessed by the goodness-of-fit Chi-square (χ 2 ) test to compare the observed and expected genotype frequencies amongst controls. Associations between demographic characteristics and IL-10 gene rs1800896 polymorphism genotypes were assessed through χ 2 test (for categorical variables) and Student's t test (for continuous variables). Associations between the IL-10 gene rs1800896 polymorphism A/G genotypes and the risk of PDR were estimated by calculating odds ratios (ORs) and 95% confidence intervals (CIs) using logistic regression analysis. All statistical analyses were performed on SAS software package 9.1.3 (SAS Institute, Cary, NC, U.S.A.) with the significance level at P<0.05.
Results
Clinical information of the study population
The characteristics of the subjects are summarized in Table 1 . The cases and controls were aged 53.58 and 52.89 years on an average, respectively, and involved 50.5 and 54.1% of males, respectively, indicating the two groups were well matched in terms of age and gender (both P>0.05). TC, HDL, and LDL values are listed in the left column. Significant association was found in the analyses of hypertension and dyslipidemia between cases and controls, indicating hypertension and dyslipidemia are important factors for the DR development in the Chinese Han population. 
Association between IL-10 gene rs1800896 polymorphism and PDR risk
The genotype distributions of IL-10 gene rs1800896 polymorphism in the controls conformed to the HWE (Table  2) . Logistic regression analyses revealed GG genotype or G allele was related to decrease the risk for PDR ( Table 2) . We also evaluated the effects of the SNP on PDR risk according to patient characteristics ( Table 3 ). The association between the rs1800896 polymorphism and PDR was only observed amongst the hypertensive subjects and older subjects (≥55 years), but was independent of gender or dyslipidemia. No significant association was found between genotype and the clinical or biochemical characteristics (Table 4 ). 
Discussion
This case-control study showed that IL-10 gene rs1800896 polymorphism was related to decreased risk for PDR in a Chinese population. DR is proposed to be a manifestation of a persistent low-grade inflammation [14] . IL-10 can inhibit the production of pro-inflammatory cytokines and stimulate differentiation, proliferation and survival of some immune cells [7] . The IL-10 deficiency may not elicit protective immune response, but excessive production can exaggerate inflammatory response, resulting in immunopathology and tissue damage.
Recently, several studies explored the association between IL-10 gene rs1800896 polymorphism and DR risk. A Caucasian study first uncovered an association between this SNP and the PDR development in T2DM and demonstrated that the GG genotype of this polymorphism was associated with increased risk of PDR [12] . Later, a study from India investigating the relationship between this SNP and PDR risk found GG genotype or G allele of this polymorphism was associated with increased risk for PDR [10] . Two Brazilian studies yielded conflicting findings, as Rodrigues et al. [11] did not obtain an association, while da Silva Pereira et al. [9] found rs1800896 polymorphism increased the risk of non-PDR (NPDR), but not in PDR. Moreover, AA genotype of the rs1800896 polymorphism was independently associated with increased risk of NPDR, but the GG genotype was not associated with increased risk of PDR [9] . Thus, what reasons could explicate the conflicting findings? The first reason was clinical heterogeneity, since the study subjects were DR patients [11] or NPDR or PDR patients [9] . We assumed different types of DR showed genetic heterogeneity. Second, the discrepancy may be explained by different living environments and lifestyles, although they were both Brazilians. Third, the limited sample sizes [11] might not have sufficient power to reach a convincing conclusion compared with other studies.
The present study showed GG genotype or G allele carriers were related to decreased risk for PDR. Different genetic backgrounds, living environments, sample sizes, exposure factors, and clinical phenotypes of PDR may account for conflicting results of the above studies. The stratified analyses showed the risk of PDR conferred by the IL-10 gene rs1800896 polymorphism remained significant in the hypertensive and older subgroups (age ≥ 55 years), which was because susceptible individuals are likely to expose to risk factors. However, the results should be interpreted with caution because of the limited sample sizes in the stratified analyses and the limited power. Additionally, no significant association between genotype and the clinical or biochemical characteristics was observed in the present study. Nevertheless, our findings still provide evidence for a possible interaction between the rs1800896 polymorphism and some PDR risk factors.
Potential limitations of the present study should be considered. First, we only investigated PDR, but not NPDR. Second, our results were based on unadjusted estimates for confounding factors. Third, the sample size was not large enough, which might underpower our work. Fourth, no details about DR severity or treatment response were obtained, which restricted our analyses. Fifth, the underlying mechanisms of this SNP in DR should also be investigated. Sixth, multiple comparisons included in the analyses (five genetic models, and stratification of four demographic and clinical factors) may result in some false positive associations. Finally, true significance of the association between this SNP and PDR risk should be supported by further studies in different populations.
In conclusion, this case-control study indicates that IL-10 gene rs1800896 polymorphism is associated with a decreased risk of PDR. Nevertheless, this finding should be verified by further multicenter well-designed studies with larger sample sizes that include gene-environment interaction assessment.
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